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Background. Currently, the substance basis and function of Polygonatum sibiricum leaf remain unknown. Objective. Tis study
aims to investigate the antitumor mechanism of P. sibiricum leaf tea through network pharmacology.Methods. Ultraperformance
liquid chromatography quadrupole exactive mass spectrometry (UPLC-Q-Exactive-MS) was employed to analyze the chemical
components in the extract of P. sibiricum leaf tea. Compounds were screened using the PubChem database and SwissADME
platform.Te compound targets were identifed using the Swiss Target Prediction database, while the disease targets were obtained
from the GeneCards database. Subsequently, a compound-protein interaction network was constructed, and KEGG pathway
enrichment analysis was performed to elucidate the antitumor activity pathway of P. sibiricum leaf tea. Molecular docking
verifcation was carried out as well. Results. From the extract of P. sibiricum leaf tea, a total of ffty-six components were screened,
including 27 active components. Seventy-two corresponding targets closely associated with the antitumor activity of P. sibiricum
leaf tea were identifed. By constructing a compound-target-pathway network diagram, three key compounds (pubescenol,
avenanthramide E, and 13-cis-acitretin) and eleven key targets (AKT1, EGFR, CASP3, CCND1, MTOR, MMP9, ERBB2, BCL2L1,
MAPK1, PPARG, and PIK3CA) were determined. Additionally, KEGG pathway analysis identifed 30 antitumor related
pathways. Te results of molecular docking between the three key compounds and the top three targets (AKT1, EGFR, and
CASP3) were consistent with the fndings of network pharmacology. Conclusion. Tis study highlights the distinctive features of
P. sibiricum leaf tea extract, which possesses multiple components, targets, and pathways. It successfully identifes the active
components of P. sibiricum leaf tea that exhibit antitumor properties, along with their potential mechanisms of action. Tese
fndings ofer valuable insights and inspiration for further research on novel mechanisms of action.

1. Introduction

Chinese Pharmacopoeia explains that Polygonatum includes
Polygonatum sibiricum Red., Polygonatum kingianum Coll.
et Hemsl., and Polygonatum Cyrtonema Hua. Polygonatum
sibiricum is a perennial herb of Polygonatum in Liliaceae.
Pharmacological studies have found that Polygonati Rhi-
zoma has the functions of reducing blood sugar [1], anti-
tumor [2], anti-infammatory [3], and so on. Although
Polygonatum is the same source of medicine and food and

its roots, leaves, fowers, and fruits can be eaten as recorded
in Chinese Traditional Medical Books [4], however, modern
studies mainly focus on the genetic diversity of P. sibiricum
plants [5], transcriptome analysis of P. sibiricum rhizome
[6], development of molecular marker technology [7], and
biological activity of P. sibiricum polysaccharide [8], while
there have been few studies on P. sibiricum leaves. It has been
shown in the literature that P. sibiricum leaves contain
a variety of favonoids and phenolic acids, which have
certain lipase inhibitor activities. In vitro activity experiment
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results show that the extract of P. sibiricum leaves may have
lipid-lowering efects [9], but its material basis and biological
efects are still unclear. From the aspect of high-value uti-
lization of P. sibiricum leaf, the research and development of
P. sibiricum leaf is the general trend.Terefore, in this study,
we aim to comprehensively investigate the unused part of P.
sibiricum, the leaves of P. sibiricum, andmake it into tea so as
to increase its use and reduce waste.

Te data of GLOBOCAN 2018 [10] show that the
mortality rate of cancer is very high in China, and malignant
tumor is often one of the causes of cancer. In the past few
years, clinical drug problems such as tumor resistance have
emerged, patients have experienced adverse reactions after
surgery [11], people have gradually turned to the develop-
ment of innovative anticancer drugs [12], especially now,
and more and more traditional Chinese medicine has been
proved to have good antitumor efects [13–15]. Terefore,
screening the Chinese medicines and compounds with
potential antitumor drug development potential has become
a research hotspot in recent years.

Te LC-MS/MS technology has been widely used in the
identifcation of efective components of traditional Chinese
medicine [16, 17]. Among them, the ultraperformance liquid
chromatography quadrupole exactive mass spectrometry
(UPLC-Q-Exactive-MS) has the characteristics of high
resolution, quality accuracy, and quality range, which can
quickly identify the components [18]. Ren et al. [19] com-
pared the type and content of metabolites in rats based on
this technique and identifed the metabolic pathway of al-
kaloids. In addition, Liu et al. [20] applied this technology to
the food feld to identify changes in metabolites of beef
secretion. Li et al. [21] also used this technique to compare
metabolome of Yigong tea at diferent harvesting periods.
Terefore, we aim to use UPLC-Q-Exactive-MS technology
to determine the chemical composition of the P. sibiricum
leaf tea.

Network pharmacology is an important tool for the
research of system bioinformatics. It uses the network vi-
sualization method to analyze the complex interaction re-
lationship among diseases, drugs, and targets, which has the
characteristics of integrity and systematicness. It has been
widely used to predict the mechanism of regulation of bi-
ological networks by traditional Chinese medicine [22–24].
For example, network pharmacology has been applied in the
study on the mechanism of TCM treatment of ulcerative
colitis [25]. Peng et al. [26] also used network pharmacology
to study diosgenin inhibiting prostate cancer by inducing
UHRF1 protein degradation. Xiong et al. [27] studied the
antidepressant mechanism of Angelica dahurica based on its
active components. Terefore, in this study, we combined
network pharmacology to clarify the antitumor mechanism
of P. sibiricum leaf tea.

In this study, UPLC-Q-Exactive-MS was used to conduct
rapid qualitative analysis of the chemical components of
P. sibiricum leaf tea, and the efcacy of the antitumor efect
of P. sibiricum leaf tea and thematerial basis of themolecular
mechanism were discussed in combination with network
pharmacology so as to provide a scientifc basis for the
further development of P. sibiricum leaves.

2. Materials and Methods

2.1. Drugs and Reagents. Polygonatum sibiricum leaf tea,
from Jiuxian Mountain, Wulian County, Rizhao City,
Shandong Province, China. It was identifed by Professor
Chen Haimin of Zhejiang Sci-Tech University and stored in
the laboratory of School of Life Science and Medicine of
Zhejiang Sci-Tech University with the sample number HJY-
1. Chromatographically, pure methanol and acetonitrile
were purchased from Merck, Germany. Te high-purity
water comes from the ultrapure water machine of the
American Millipore Laboratory. Formic acid and ammo-
nium bicarbonate were purchased from Sigma Company in
the United States.

2.2. Instrument. Q-Exactive high resolution mass spec-
trometry system (Termo, USA), equipped with Ultimate
30000 UPLC ultrahigh performance liquid phase system
(Termo, USA); and Xcalibur data acquisition software
(Termo, USA). Centrifuge 5417R (Eppendorf, Germany);
Vortex Mixer T1 vortex oscillator (Titan SCIENTIFIC LAB);
TIMI-10K micro centrifuge (Titan SCIENTIFIC LAB);
Labconco centrifugal concentrator (Labconco, American).

2.3.Database and Software. Te structure of the compounds
from the PubChem database (https://pubchem.ncbi.nlm.
nih.gov/) is given. SwissADME platform (https://www.
swissadme.ch/) to screen the active compounds by Swiss
Target Prediction platform (https://www.
swisstargetprediction.ch/) to predict targets. Drug targets
are imported into the UniProt (https://www.uniprot.org/)
database; input the name of the target gene to defne the
species as “Homo sapiens” and standardize. Search Gene-
Cards (https://www. genecards.org) to obtain the antitumor
active ingredients and corresponding targets of P. sibiricum
leaf tea and target the tumor and related diseases. Te
protein interaction network was obtained using the STRING
database (https://cn.string-db.org/) combined with Cyto-
scape v3.7.2 software. Use DAVID (https://david.ncifcrf.
gov/) to KEGG pathway analysis (https://www.kegg.jp/).
Te structure of the compound was obtained from Pub-
Chem database; the structure of the target is obtained from
the PDB database (https://www.pdb.org); the docking
simulation was performed using Auto Dock 4.2 software.

2.4. Composition Analysis of P. sibiricum Leaf Tea

2.4.1. Sample Solution Preparation. Operate on ice, accu-
rately weigh 100mg of plant sample into 2mLQSP tube, and
record its weight. Join 400 μL cold methanol (including
internal standard), vortex oscillation for 1min. Add 2 steel
balls at 4°C. Grind at 50Hz frequency for 4min and take out
the steel ball. Ten, the ultrasonic probe is used for ex-
traction to make it fully extracted. Vortex oscillates for 1min
and stands at low temperature for 10min. Centrifuge at
14000 g speed at 4°C for 15min. Suck the supernatant 200 μL
and put it in a new EP tube, centrifuge at low temperature
and concentrate it and then store it in a −20°C refrigerator
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for standby. Before the machine analysis, the metabolite
extract solution sample was redissolved with 100 μL 20%
methanol/water solution, and then the supernatant was
taken by centrifugation until completely dissolved, and the
positive and negative ion mode analysis was carried out.

2.4.2. Chromatographic (UPLC) Conditions. Positive ion
mode: chromatographic column: BEH C8 column, 1.7 μm,
2.1× 100mm (Waters, USA); column temperature: 50°C;
injection volume: 10 μL; mobile phase A: water (containing
0.1% formic acid); mobile phase B: acetonitrile (containing
0.1% formic acid); fow rate: 0.35mL/min; gradient elution
procedure: 5% phase B is the initial concentration, 0-1min,
phase B is kept at 5%, 1–24min, phase B changes from 5% to
100%, 24.1–27.5min, phase B is kept at 100%,
27.6min–30min, and phase B is kept at 5%.

Negative ion mode: chromatographic column: HSS T3
column, 1.8 μm, 2.1× 100mm (Waters, USA); column
temperature: 50°C; injection volume: 10 μL; mobile phase A:
water (containing 6.5mM ammonium bicarbonate); mobile
phase B: 95% methanol water (containing 6.5mM ammo-
nium bicarbonate); fow rate: 0.35mL/min; gradient elution
procedure: 5% phase B is the initial concentration, 0min-
1min, phase B is kept at 5%, 1–18min, phase B changes from
5% to 100%, 18.1–22min, phase B is kept at 100%,
22.1–25min, and phase B is kept at 5%.

2.4.3. Mass Spectrometry (MS) Conditions. Te heated
electric spray ion source HESI positive and HESI negative
modes are adopted, and the primary full scan +DDA sec-
ondary subion scan mode is adopted. Spray voltage (kV) is
+3.8, and spray voltage (kV) is −3.0. Capillary temperature
(°C): 320; aux gas heater temperature (°C): 350; sheath gas
fow rate (Arb): 35; aux gas fow rate (Arb): 8; S-lens RF level:
50; mass range (m/z): 70–1050, full MS resolution: 70000;
MS/MS resolution: 17500; TopN: 5; NCE/stepped NCE:
20,40.

Te data were obtained through experiments. All the
measured data were collected by Xcalibur data acquisition
software (Termo, USA), and the qualitative analysis of the
compounds corresponding to the chromatographic peaks
was completed to screen and determine the chemical
components of P. sibiricum leaf tea.

2.5. Exploring Active Compounds and Potential Targets in
P. sibiricum Leaf Tea: A PubChem and GeneCards Analysis.
Te PubChem database was used to obtain the molecular
structure diagram of the identifed compounds. Te ob-
tained compounds were introduced into the Swiss ADME
platform to screen active compounds. Screening criteria:
gastrointestinal absorption (GI absorption) is “high”; two or
more of Lipinski, Ghost, Veber, Egan, and Muege results are
“yes.” Import the screened active compounds into the Swiss
target prediction platform to predict the target of active
compounds. Only the results with P > 0.1 are included, and
duplicate targets are deleted to obtain the target information
of active compounds. With “Cancer/tumor” as the keyword,

query the GeneCards database to obtain candidate targets.
Both are standardized through uniport.

2.6. Construction of Protein-Protein Interaction (PPI)
Network. Te component targets and disease targets were
intersected to construct a Venn diagram, and the potential
antitumor targets of P. sibiricum leaf tea obtained were
imported into the STRING database to obtain protein in-
teraction relationships and export relevant data. Te color,
size, and thickness of nodes and edges are set according to
the score value and node degree value by using Cytoscape
software, and the protein-protein interaction network dia-
gram is fnally obtained.

2.7. Kyoto Encyclopedia of Genes and Genomes (KEGG)
Analysis. Te potential compound targets of P. sibiricum
leaf tea for tumor diseases were input into the DAVID
database for enrichment analysis of the Kyoto Encyclopedia
of Genes and Genomes (KEGG) pathway, with P < 0.05 as
the screening condition, and the relevant analysis results are
obtained.

2.8. Construction of Chemical Compound-Target-Pathway
Network (C-T-P) of P. sibiricum Leaf Tea. Te chemical
component-target-pathway network diagram was con-
structed by using Cytoscape software. Among them, nodes
represent chemical components, targets, and signal path-
ways, while edges are used to connect chemical components,
targets, and signal pathways.

2.9. Molecular Docking Verifcation of Main Active Compo-
nents and Core Targets in P. sibiricum Leaf Tea: A Chem 3D,
AutoDock, and PyMOL Analysis. Molecular docking veri-
fcation was carried out for the main active components and
core targets of P. sibiricum leaf tea. First, optimize the
chemical structure of the main active ingredients through
Chem 3D, then use AutoDock Tools to determine the in-
formation such as the rotatable bonds of ligands, obtain the
3D structure of key targets from the PDB database, and use
PyMOL software to remove water, ligands, etc., from pro-
teins. After that, AutoDock 4.26. software was used for
hydrogenation and charge calculation of key targets, and we
fnally use AutoDock Vina software for docking. Te results
were visualized with PyMOL software.

3. Results

3.1. TeMain Chemical Components of P. sibiricum Leaf Tea.
Te base peak diagram of P. sibiricum leaf tea extract was
obtained by UPLC-Q-Exactive-MS analysis. Te total ion
chromatogram (TIC) of ESI-MS in the positive and negative
ion modes is shown in Figure 1. According to the molecular
weight information of compounds provided by mass
spectrometry, 56 compounds were obtained, including 18
compounds in the positive ion mode and 38 compounds in
the negative ion mode. Specifc compound information is
shown in Table 1.
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3.2. Target Information of Active Ingredients.
Twenty-seven active ingredients were obtained from the
chemical components of P. sibiricum leaf tea through
swissADME screening, and only the results with probability
>0.1 were included, corresponding to 373 compound targets.
Te GeneCards database was used to search for tumor-
related targets for disease targets, and 612 disease targets
were obtained. A Venn analysis was conducted with Venny
2.1 software to identify common compound targets and
disease targets (Figure 2). As a result, 72 targets were de-
termined of the potential targets of P. sibiricum leaf tea
extract, in terms of its antitumor activity.

3.3. Interactions between Potential Targets of P. sibiricumLeaf
Tea. Te targets interaction network diagram was obtained
using the STRING database and Cytoscape software, as
shown in Figure 3.Te network graph contains 72 nodes and
578 edges. Te size and color depth of nodes are related to
the degree value. Te larger the degree value, the larger the
node, and the larger the combined score, the thicker the
edge. In this network, the average degree value of nodes is
16.5, and there are 31 core targets that are greater than the
average degree value, as shown in Figure 3. Among them, 11
target proteins have a large degree value (≥ 30), which are
AKT1, EGFR, CASP3, CCND1, MTOR, MMP9, ERBB2,
BCL2L1, MAPK1, PPARG, and PIK3CA, respectively, in-
dicating that the antitumor efect of P. sibiricum leaf tea may
be mainly through the above multiple targets.

3.4. Kyoto Encyclopedia of Genes and Genomes (KEGG)
Analysis. Screening according to P < 0.05, 72 intersection
targets were enriched in 130 pathway species, of which 30
pathways were closely related to tumors. Figure 4 shows the
results of KEGG pathway analysis of the antitumor efect of
P. sibiricum leaf tea. Te results showed that pathways in
cancer, PI3K-Akt signaling pathway and micro-RNAs in
cancer, had the highest number of enriched targets, and an-
titumor related targets such as EGFR were enriched here. Tis
may be the key pathway of the antitumor efect of P. sibiricum
leaf tea. Terefore, P. sibiricum leaf tea plays an antitumor role
through the coordination of multiple pathways and may
promote apoptosis by participating in the regulation of micro-
RNAs, thus inhibiting the proliferation of tumor cells.

3.5. Network Construction and Analysis. Te component-
target-pathway network diagram was constructed using
Cytoscape software, as shown in Figure 5. It can be seen from
the fgure that the network has 81 nodes, including 8 in-
gredients, 43 targets, 30 pathways, and 934 edges.Te degree
values of pubescenol, avenanthamide E, and 13-cis-acitretin,
the three key components in Figure 5, are larger than the
average value, indicating that they may be the key com-
ponents of P. sibiricum leaf tea to play an antitumor role.
Pathways in cancer, PI3K-Akt signaling pathway, and
micro-RNAs in cancer have the highest degree values, which
may be the potential pathways of the antitumor efect of
P. sibiricum leaf tea.

Positive

Negative

Figure 1: Te total ion chromatogram (TIC) of P. sibiricum leaf tea in both positive and negative ion modes.
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3.6. Molecular Docking. Te three key components are mo-
lecularly docked with the frst three selected key targets AKT1,
EGFR, and CASP3 to judge their binding activity by binding
energy. If the binding energy is less than <−5kcal·mol−1, it
indicates that they have good binding activity, and if the binding
energy is less than <−7kcal·mol−1, it indicates that they have
strong binding activity [35].Te results ofmolecular docking are
shown in Table 2 and Figure 6. It can be seen from the results
that the binding energies of the three active ingredients and the
three core targets are all less than <−5kcal·mol−1, indicating that
all compounds can bind well with the targets. Te binding
energies of pubescenol and 13-cis-acitretin are all less than
<−7kcal·mol−1, indicating that they have strong binding activity.

4. Discussion

As can be seen from the C-T-P network diagram, three
compounds pubescenol, avenanthramide E, and 13-cis-
acitretin had the highest degree values and were much higher
than other compounds, so these three compounds were se-
lected as key compounds. Among them, avenanthramide E is
an amide compound with antioxidant, anti-infammatory,
and antitumor properties [36]. Guo et al. [37] showed that
avenanthramide can signifcantly inhibit the growth of colon
cancer, breast cancer, and prostate cancer cells, especially the
proliferation of colon cancer cells. Te experiment used
avenanthramide to treat human colon adenocarcinoma

Figure 3: PPI network diagram of intersecting targets.

301

Polygonatum leaves tea (373) Cancer/Tumor (612)

72 540

Figure 2: Venn diagram for the antitumor activity of P. sibiricum leaf tea.
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(Caco-2) cells and found that it can efectively inhibit the
proliferation of cancer cells in the growth phase. 13-cis-
acitretin is an isomer of vitamin A derivatives. It is reported
that retinoic acid compounds play an important role in cell
proliferation, diferentiation, and skin infammation and have

a strong role in inducing diferentiation and inhibiting
proliferation of tumor cells [38]. Gong [39] showed that
combined application of retinoic acid and TNF-α can activate
the expression of Caspase-3 protein, increase the expression
of Caspase-3, and promote the apoptosis of human epidermal

Bladder cancer
Pancreatic cancer

AGE-RAGE signaling pathway in diabetic complications
EGFR tyrosine kinase inhibitor resistance

Endocrine resistance
Non–small cell lung cancer

Colorectal cancer
Glioma

Chronic myeloid leukemia
Prostate cancer

Prolactin signaling pathway
Melanoma

p53 signaling pathway
ErbB signaling pathway

Hepatocellular carcinoma
Gastric cancer

Relaxin signaling pathway
Cellular senescence

Breast cancer
Apoptosis

Measles
Proteoglycans in cancer

Focal adhesion
Human immunodefciency virus 1 infection

Chemical carcinogenesis – receptor activation
Lipid and atherosclerosis

Shigellosis
MicroRNAs in cancer

PI3K-Akt signaling pathway
Pathways in cancer

10 15
Enrichment

20 25

–log10 (pvalue)
17.5

15.0

12.5

10.0

count
10
15
20
25
30

Figure 4: KEGG pathway enrichment analysis results for the antitumor activity of P. sibiricum leaf tea.

Figure 5: Compound-target-pathway (C−T−P) network for the antitumor activity of P. sibiricum leaf tea.
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squamous cell carcinoma cell A431, which is a feasible way to
treat squamous cell carcinoma. Pubescenol is a lactone.
Studies have shown that pubescenol is proved to be a mod-
erate inhibitor of the growth of MCF-7, NCI-H460, and
SF-268 human tumor cell lines [40].

In this study, 31 core targets, such as AKT1, EGFR,
CASP3 and CCND1, were obtained by screening the in-
tersection targets in PPI through the CytoCNA plug-in, and
it was predicted that they might be the main antitumor
targets of P. sibiricum leaf tea. Te degree value of AKT1 is

Pubescenol
+AKT1

Avenanthramide E
+AKT1

13-cis-acitretin
+AKT1

Pubescenol
+EGFR

Avenanthramide E
+EGFR

13-cis-acitretin
+EGFR

Pubescenol
+CASP3

Avenanthramide E
+CASP3

13-cis-acitretin
+CASP3

Figure 6: Interaction graphics depicting the relationships between compounds and targets.

Table 2: Docking energy results of the complex between key targets and key compounds of P. sibiricum leaf tea.

Target

Ingredient
Pubescenol

OH

OH

O
O

CH2

H3C H3C

H3C

H2C O

O

Avenanthramide E

HO

O

O O

OH

NH

H3C

13-cis-acitretin

O O OH
H3C

H3C

CH3 CH3 CH3

CH3

AKT1 (PDBID:6HHG) −10.54 −6.76 −8.88
EGFR (PDBID:5UG9) −9.91 −7.42 −8.86
CASP3 (PDBID:2DKO) −9.49 −6.6 −8.17
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the highest among all targets. It is a silk/threonine protein
kinase, which can regulate cell proliferation and growth, and
plays an important role in the regulation of cell apoptosis
and cell cycle [41]. CASP3 is mainly involved in the apo-
ptosis process of cells. Whether the exogenous signal
pathway or the endogenous signal pathway, CASP3 must be
activated to convert into the activated form of C-CASP3 in
order to carry out the fnal apoptosis process of cells. In-
duction of apoptosis is a common pathway of many che-
motherapeutic drugs and targeted therapeutic drugs [42, 43].
EGFR is the expression product of proto-oncogene c-erb-B1,
which is highly/abnormally expressed in many solid tumors
and is related to the growth, proliferation, diferentiation,
and apoptosis of tumor cells [44, 45].

Te enrichment analysis results of the KEGG pathway
show that the three pathways, pathways in cancer, PI3K-Akt
signaling pathway, and micro-RNAs in cancer, have the
highest enrichment. Te PI3K-Akt signaling pathway is
a classic cancer signal pathway. As an important intracellular
signal transduction pathway, the PI3K-Akt signaling path-
way plays an important role in cell proliferation and apo-
ptosis, and its overactivation is closely related to tumor
genesis and development. Activated Akt can directly
phosphorylate forkhead transcription factor (FoxO) family,
promote its binding with antiapoptosis binding protein, and
thus inhibit cell apoptosis. In addition, this signal pathway
can also promote tumor cell proliferation and metastasis by
up regulating the expression of matrix metalloproteinase-2
mRNA and regulate tumor tissue angiogenesis by promoting
tumor necrosis factor (TNF)-induced endothelial cell mi-
gration [46]. Terefore, inhibiting the expression of this
signal pathway is conducive to preventing the proliferation
and proliferation of tumor cells and promoting tumor cell
apoptosis.

It is worth noting that Huang et al. previously conducted
a study on the network pharmacological antitumor activity
of P. sibiricum fower [33].We acknowledge that P. sibiricum
leaves possess abundant resources, and if they can be utilized
to create a health-promoting tea, it would hold a signifcant
value. However, our study specifcally focuses on analyzing
the components of P. sibiricum leaf tea and their potential in
targeting and afecting tumor growth pathways. Regarding
our methods and analytical techniques, our manuscript
primarily utilizes UPLC-Q-Exactive-MS for metabolite
profling and identifcation. Tis technique ofers several
advantages over UPLC-Q-TOF-MSE, including enhanced
mass resolution and accuracy, improved sensitivity, ex-
panded dynamic range, high mass accuracy for structural
elucidation, comprehensive metabolite profling, database
searching capabilities, and faster analysis time.

5. Conclusions

In this study, UPLC-Q-Exactive-MS was used to qualita-
tively analyze the chemical components of P. sibiricum leaf
tea. From this, we identifed 56 chemical components, and
then we used network pharmacology for target recognition,
path analysis, and network construction. To the best of our
knowledge, this method has been used for the frst time to

explain the efcacy and the material basis of the molecular
mechanism of the antitumor efect of the P. sibiricum leaf
tea. Tree key compounds and eleven key targets were
obtained by constructing a component target pathway
network diagram, and 30 antitumor related pathways were
identifed by KEGG pathway analysis. Te docking results of
three key compounds were basically consistent with the
results of network pharmacology. Tis study refects the
action characteristics of P. sibiricum leaf tea extract with
multiple components, multiple targets, and multiple path-
ways and identifes the antitumor active components of
P. sibiricum leaf tea and its potential mechanism of action,
which can provide clues and inspiration for the follow-up
research on new mechanisms of action.
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